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Legends to supplementary figures
. Growth phenotypes of the depletion mutant strains. The wild type BY4742 strain, as well as strains expressing EBP2, NOG1, NSA2, POP3 or NOG2 under control of a glucoserepressible promoter, where shifted from galactose-to glucose-containing complete synthetic medium for 34 hours. The number of generations for each strain was calculated on the basis of the changes in the absorbance at 600 nm. Figure S2 . Clustering of pre-60S protein association data. A validated set of pre-60S protein was used to extract co-purification data from the BioGrid database (14) . From the collected data, we eliminated factors showing less than 2 known interactions with the other identified pre-60S proteins and arranged the results in a matrix form containing 1 or 0, depending on the presence or absence of the pair of proteins in the co-purification data. Cluster 3.0 (44) was used to group proteins with similar profiles by hierarchical clustering, using Spearman rank correlation and average linkage as parameters (co-purification is indicated by black squares while the absence of co-purification data is indicated by light grey squares). The proteins that were chosen for the purification of pre-60S particles in SILAC experiments are highlighted (Rlp24, Nog1 and Mak11). Three micrograms of total RNA were separated on a 8% urea denaturing polyacrylamide.
After staining with ethidium bromide, the intensity of the bands was measured using the ImageJ software. Ratios between 5.8S L and 5.8S S are indicated under the corresponding lanes. 
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